ABSTRACT "Candidatus Synechococcus spongiarum" represents the widespread cyanobacterial symbionts found in marine sponges with relatively high genomic variability and likely important ecological roles. We present here the draft genome sequence of "Candidatus Synechococcus spongiarum" m9, which was assembled from a metagenome of Theonella swinhoei sampled in the South China Sea.
proteins) and 33 tRNAs. It is smaller than any known "Ca. Synechococcus spongiarum" genome (5) . This cyanobacterial symbiont has a metabolism repertoire similar to that of the other "Ca. Synechococcus spongiarum" strains, based on PATRIC analysis. Seventynine percent of the previously defined "Ca. Synechococcus spongiarum" "core COGs" (5)" exist in the m9 genome. Like its relatives, the m9 genome is short of antioxidant enzymes and small peptides of photosystem II, which are regarded to be adaptive traits to the symbiotic lifestyle (5). Nonetheless, genes of biosynthesis of dTDP-L-rhamnose (O antigen), the absence of which was regarded to be a signature of "Ca. Synechococcus spongiarum" (5), were found in m9. This observation underlines the variability of "Ca. Synechococcus spongiarum" genomes and suggests the diverse mechanisms in sponge-cyanobacterium recognition. Accession number(s). The "Ca. Synechococcus spongiarum" m9 draft genome has been deposited at ENA with the contig accession range FITM01000001 to FITM01000179.
